We report three metagenome-assembled genomes (MAGs) of Planktomarina strains from coastal seawater (Portugal) to help illuminate the functions of understudied Rhodobacteraceae bacteria in marine environments. The MAGs encode proteins involved in aerobic anoxygenic photosynthesis and a versatile carbohydrate metabolism, strengthening the role of Planktomarina species in oceanic carbon cycling.
and contamination scores were chosen for this study ( Table 1 ). The average nucleotide identity blast (ANIb) and average amino acid identity (AAI) values were calculated between MAGs and P. temperata RCA23 using JSpeciesWS (15) and aai.rb (16) , respectively. Functional annotations were performed with the RAST server (17) , and clusters of orthologous groups (COGs) of proteins and protein families (Pfams) were predicted with WebMGA (18) . antiSMASH v5.0 (19) was used to identify biosynthetic gene clusters. Default parameters were used for all software unless otherwise noted.
The three MAGs shared 99% ANI and AAI among themselves but presented only 87.5% ANI with P. temperata RCA23 ( Table 1 ), suggesting that they may represent a novel Planktomarina species. Nevertheless, the MAGs shared 1,217 "core" COGs with P. temperata RCA23 out of 1,575 "pangenome" COGs detected across all four genomes. Among the common features between the MAGs and the P. temperata RCA23 genome, we highlight genes encoding proteins involved in aerobic anoxygenic photosynthesis (e.g., chlorophyll a synthase, EC 2.5.1.62) and several metallo-beta-lactamases associated with antibiotic resistance, along with a terpenoid gene cluster showing 100% similarity to a carotenoid cluster (BGC0000647) from Rhodobacter sphaeroides. Strengthening the role of Planktomarina spp. in carbon cycling, multiple glycoside hydrolase genes (e.g., alpha-amylase [PF00128], alpha-galactosidase [EC 3.2.1.22], and betagalactosidase [EC 3.2.1.23]) were also common to all genomes, with chitinase-encoding genes (EC 3.2.1.14) being furthermore detected in the P. temperata RCA23 and SW01_Bin08 genomes.
Data availability. The metagenome-assembled genomes as well as the raw metagenome data have been deposited at ENA/EMBL/GenBank under the study accession number PRJEB13222. The BioSample accession numbers of the MAGs are SAMEA6497282 through SAMEA6497284, and their GenBank accession numbers are GCA_902732755 (SW04_Bin04), GCA_902732765 (SW01_Bin08), and GCA_902732775 (SW02_Bin14). The MAGs were obtained from the marine metagenome BioSamples SW01 (SAMEA3913374), SW02 (SAMEA3913375), and SW04 (SAMEA3913377).
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